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Sequence alignment of representative CbbO VWA domain sequences. Amino acid sequences of CbbO1 and CbbO2 proteins from selected chemoautotrophic bacteria were aligned using Clustal Omega, and the C-terminal VWA domain is shown. Red lettering indicates similar residues, whereas identical residues are shown in white on red background. Regions of homology are framed in blue. A green background indicates a systematic difference between O1 and O2 sequences. MIDAS motif residues are indicated by triangles. Uniprot accession codes of the sequences are: Acidithiobacillus ferrooxidans, AfO1 (B7JA27), AfO2 (B7J5E5); Thiobacillus denitrificans, TdO1 (Q3SFN2), TdO2 (Q3SFL7); Thiomicrospira crunogena XCL-2, TcO1 (Q31IJ7), TcO2 (Q31IK5); Hydrogenovibrio marinus, HmO1 (Q75W42), HmO2 (Q75W24); Rhodobacter sphaeroides ATCC17025, RsO1 (A4WZV4); Acidithiobacillus caldus, AcO2 (F9ZR07).
Supplementary Figure 3|
Glycerol gradient sedimentation analysis of rubisco and activase proteins. Purified protein complexes were separated using a 10 ml 5-30% glycerol gradient and 500 µl fractions were analyzed using SDS-PAGE followed by silver-staining. Standard proteins used (black squares) were aldolase (7.3S), ovalbumin (3.5S) and thyroglobulin (19S). 
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